A Gram-stain-negative, rod-shaped bacterium (strain Hh36 T ) was isolated from the No. 1 glacier in Xinjiang, north-west China. Colonies of strain Hh36
T was able to grow at 4-30 6C and pH 6.0-8.0. Phylogenetic analysis based on 16S rRNA gene sequences showed that strain Hh36
T was related to members of the genus Arcticibacter. The major cellular fatty acids of the novel strain were iso-C 15 : 0 , summed feature 3 (C 16 : 1 v6c and/or C 16 : 1 v7c) and iso-C 17 : 0 3-OH. The G+C content of the genomic DNA was 44.0 mol%. On the basis of phenotypic characteristics and phylogenetic analysis, strain Hh36 T is considered to represent a novel species of the genus Arcticibacter, for which the name Arcticibacter pallidicorallinus sp. nov. is proposed. The type strain is Hh36 The genus Arcticibacter, which was proposed by Prasad et al. (2013) , belongs to the family Sphingobacteriaceae, members of which characteristically contain MK-7 as a predominant respiratory quinone. At the time of writing, the genus comprises only one recognized species, Arcticibacter svalbardensis, which was isolated from an Arctic surface soil sample associated with dried vegetation, and is psychrotolerant (Prasad et al., 2013) .
Strain Hh36
T was isolated from ice of the No. 1 glacier in Xinjiang Uygur Autonomous Region, China, in 2008. In this study, strain Hh36 T was analysed by using a polyphasic taxonomic approach. Based on the molecular and phenotypic data, including phylogenetic analysis, biochemical and physiological tests, fatty acid analysis and menaquinone system analysis, we suggest that strain Hh36
T represents a novel species of the genus Arcticibacter.
T was isolated using PYG medium [w/v: Bacto peptone (Difco) 0.5 %, yeast extract 0.02 %, glucose 0.5 %, beef extract 0.3 %, NaCl 0.05 %, MgSO 4 . 7H 2 O 0.15 %, pH adjusted to 7.0] at 14 u C and stored at 2170 u C in 20 % (v/v) glycerol. A. svalbardensis KCTC 32015
T was used as a reference strain for phenotypic tests and fatty acid analysis. Cell morphology was examined using a Zeiss Axioplan 2 microscope. Colony appearance was observed on PYG agar plates after incubation at 25 uC. Temperature (4, 10, 20, 25, 30 and 37 u C), pH (4-10, at intervals of 1 pH unit) and NaCl (0-4 %, at intervals of 0.5 % NaCl) tolerance for growth was determined on PYG medium. Biological buffers were used to adjust the pH (Na 2 HPO 4 /NaH 2 PO 4 for pH 4-8 and Na 2 CO 3 /NaHCO 3 for pH 9-10). Hydrolysis of casein was assessed as described by Smibert & Krieg (1994) . Hydrolysis of starch and Tween 80 was determined using PYG agar medium as the modified basal medium (Gordon et al., 1974) . Catalase activity was determined by bubble production in 3 % (v/v) H 2 O 2 . Cytochrome oxidase activity was determined using 1 % (w/v) N,N,N9, N9-tetramethyl-p-phenylenediamine. An anaerobic jar with the Oxoid atmosphere generation system was used to test the ability of strain Hh36 to grow anaerobically. Carbon source utilization was tested using the Biolog GEN III Microstation system. In addition, the strain was characterized biochemically using API 20E and API 20NE strips (bioMérieux) according to the manufacturer's instructions.
Two universal primers, 27f and 1492r, were used for PCR amplification of the 16S rRNA gene from strain Hh36
T . The 16S rRNA gene sequence of strain Hh36
T was analysed using the EzTaxon-e server (http://eztaxon-e.ezbiocloud. net/; Kim et al., 2012) . The CLUSTAL W program (Thompson et al., 1994) was used to perform a multiple sequence alignment between 16S rRNA gene sequences from strain Hh36 T and phylogenetically related taxa (obtained from the NCBI database). Phylogenetic trees were reconstructed according to the neighbour-joining (Saitou & Nei, 1987;  Fig. S1, available in the online Supplementary Material) and maximum-likelihood (Felsenstein, 1981;  Fig. 1 ) algorithms using the software package MEGA 5.0 (http://www. megasoftware.net/) (Kumar et al., 2008) . The genetic distances between 16S rRNA gene sequences were calculated using Kimura's two-parameter model. Tree topologies were evaluated using bootstrap analyses based on 1000 resamplings. DNA base composition was determined by reversedphase HPLC (Tamaoka & Komagata, 1984) .
Isoprenoid quinones were extracted according to the method of Komagata & Suzuki (1987) and detected by UV absorbance at 275 nm using HPLC. For cellular fatty acid composition analysis, strain Hh36 T and A. svalbardensis KCTC 32015
T were grown on tripticase soy agar plates at 20 u C for 2 and 3 days, respectively. Cellular fatty acids were saponified, methylated, extracted and analysed using the standard MIDI 6.0 system (Sasser, 1990) . The fatty acids were analysed on an Agilent Technologies 6890N gas chromatograph and identified by using the database TSBA 6.0. Polar lipids were extracted and separated by twodimensional TLC as described by Tindall et al. (2007) .
Physiological and biochemical characteristics of strain Hh36
T are given in the species description and in Table  1 . Strain Hh36
T shared 97.6 % 16S rRNA gene sequence similarity with A. svalbardensis MN12-7 T , and less than 94.1 % with members of the genus Pedobacter. In the maximum-likelihood and neighbour-joining phylogenetic trees based on 16S rRNA gene sequences (Figs 1 and S1 T was MK-7. The major cellular fatty acids of strain Hh36
T were iso-C 15 : 0 (32.1 %), summed feature 3 (C 16 : 1 v6c and/or C 16 : 1 v7c, 25.4 %) and iso-C 17 : 0 3-OH (12.1 %) ( Table 2 ). The polar lipids were phosphatidylethanolamine, phosphatidylserine, two unknown phospholipids and one unknown lipid (Fig. S2 ).
T was distinguishable from A. svalbardensis KCTC 32015
T based on differences in some physiological properties, including growth temperature and carbon source utilization pattern (Table 1 ). The polar lipid profile was different from that of A. svalbardensis KCTC 32015 T , which contained phosphatidylethanolamine, phosphatidylserine, seven unidentified lipids and six unidentified aminolipids (Prasad et al., 2013) . These differences, in combination with phylogenetic distinctiveness, indicate that strain Hh36 T represents a species that is separate from A. svalbardensis. Therefore, on the basis of the phenotypic and phylogenetic data, we conclude that strain Hh36
T represents a novel species of the genus Arcticibacter, for which the name Arcticibacter pallidicorallinus sp. nov. is proposed.
Arcticibacter svalbardensis MN12-7 T (AQPN01000042)
Arcticibacter pallidicorallinus Hh36 T (JX949238)
'Pedobacter xinjiangensis' 12157 (EU734803)
Pedobacter tournemirensis TF5-37.2-LB10 T (GU198945) 'Pedobacter zeaxanthinifaciens' TDMA-5 (AB264126)
Pedobacter terricola DS-45 T (EF446147)

Pedobacter lentus DS-40 T (EF446146)
Pedobacter daechungensis Dae 13 T (AB267722)
Pedobacter koreensis WPCB189 T (DQ092871)
Pedobacter insulae DS-139 T (EF100697)
Pedobacter boryungensis BR-9 T (HM640986)
Pedobacter westerhofensis WB3. T and related taxa based on 16S rRNA gene sequence comparisons using the maximum-likelihood method (Felsenstein, 1981) . GenBank accession numbers of the 16S rRNA gene sequences are given in parentheses. Bootstrap values (.50 %) based on 1000 replicates are shown at branch nodes. Filled circles indicate that the corresponding node was also found in the tree reconstructed using the neighbour-joining method. Bar, 1 nt substitution per 100 positions.
Description of Arcticibacter pallidicorallinus sp. nov.
Arcticibacter pallidicorallinus (pal.li.di.co.ral.li9nus. L. adj. pallidus pale; L. adj. corallinus coral-coloured; N.L. masc. adj. pallidicorallinus pale coral-coloured, pertaining to the colour of colonies).
Cells are Gram-stain-negative, aerobic, rod-shaped and 0.42-0.4661.18-2.14 mm in size. Colonies are pale coralcoloured, convex, round and 2.0 mm in diameter after 3 days of incubation on PYG plates. Optimal growth temperature is 20-25 u C; growth occurs at 4 and 30 u C, but not at 37 u C. Growth occurs at pH 6.0-8.0 and on media containing 0-1.0 % (w/v) NaCl. Catalase-and oxidasepositive. Does not hydrolyse Tween 80, casein, gelatin or starch but hydrolyses aesculin. Reduces nitrates to nitrites. Indole and H 2 S are not formed. Does not utilize citrate. Negative for glucose fermentation, urease, arginine dihydrolase, lysine decarboxylase, ornithine decarboxylase, tryptophan deaminase and Voges-Proskauer tests, but positive for b-galactosidase. Data on carbon assimilation (Biolog GEN III) are given in Table 1 . The predominant menaquinone is MK-7. The major cellular fatty acids are iso-C 15 : 0 , summed feature 3 (C 16 : 1 v6c and/or C 16 : 1 v7c) and iso-C 17 : 0 3-OH. The polar lipids are phosphatidylethanolamine, phosphatidylserine, two unknown phospholipids and one unknown lipid.
The type strain is Hh36 T (5CGMCC 1.9313 T 5KCTC 32542 T ), which was isolated from ice of the No. 1 glacier in Xingjiang Uygur Autonomous Region, north-west China. The DNA G+C content of the type strain is 44.0 mol%. 
Characteristic 1 2
Growth at 30 u C + 2 Glucose fermentation 2 +* DNA G+C content (mol%) 44.0 38.0* Utilization of carbon source Cellobiose 
